Background: The potential of expression profiling using microarray analysis as a tool to predict the prognosis for different types of cancer has been realized. This study aimed to identify a novel biomarker for colorectal cancer (CRC).
Background
Colorectal cancer (CRC) is one of the most common cancers worldwide, and the third leading cause of cancer death in Japan [1] . Although curative surgery is performed, approximately 30 % of CRC patients develop recurrences [2] . In particular, recurrences in distant organs or distant lymph nodes (distant recurrences) have a critical impact on the prognosis of CRC. The TNM classification system of the International Union Against Cancer (UICC) has been used as a standard tool for prognostic stratification and has provided valuable information for therapeutic decision-making, such as the selection of suitable candidates for adjuvant chemotherapy. However, TNM classification is limited in its ability to predict the exact prognosis of individual CRC patients. For further improvement in the prognosis for CRC patients and individualization of cancer therapy, molecular biological approaches have been intensely studied recently.
Expression profiling using microarray analysis allows the exploration of several thousand cancer-related or cancerspecific genes in the search for candidate genes amenable to prognosis prediction and classification of human malignancies [3] [4] [5] . A number of genes that were poor prognostic markers have been identified in CRC patients (e.g., NUCKS1, BNIP3, PDGFC, OPG) using microarray analysis; their prognostic significance was subsequently assessed in surgically resected CRC subjects by mRNA and/or immunohistochemical (IHC) analyses [6] [7] [8] [9] .
In this study, we identified Traf2-and Nck-interacting kinase (TNIK) using microarray analysis as a candidate gene that was related to distant recurrence of CRC. TNIK is a member of the germinal center kinase family, and is reported to be essential for Wnt signaling and CRC proliferation and progression [10, 11] . However, the correlation between intratumoral TNIK expression and the prognosis of CRC patients has not yet been reported. This study aimed to confirm the prognostic significance of TNIK in CRC through investigation of the relationship between intratumoral TNIK protein expression and the prognosis of CRC patients. For the protein expression analysis using immunohistochemistry (IHC), the different 220 patients were studied; 48, 87, and 85 patients with stage I, II, and III CRC, respectively. Distant recurrences occurred in 53 patients. The median follow-up time at the analysis was 61 months (range 1-141 months).
Methods

Patients
RNA extraction
Cancer tissues were immediately embedded in Tissue-Tek OCT compound (Sakura Finetek Japan, Tokyo, Japan) after surgical resection. Serial frozen sections of 9-μm thickness were mounted onto a foil-coated glass slide, 90 FOIL-SL25 (Leica Microsystems, Wetzlar, Germany), and laser capture microdissection (LCM) was carried out using the Application Solutions Laser Capture Microdissection System (Leica Microsystems). Total RNA from LCM of cancer tissues and normal colorectal epithelia were extracted using the RNeasy mini Kit (QIAGEN, Hilden, Germany) according to the manufacturer's protocol. The integrity of the obtained total RNA was assessed using an Agilent 2100 BioAnalyzer (Agilent Technologies, Palo Alto, CA), and samples with an RNA integrity number greater than 5.0 were used for microarray analysis.
Oligonucleotide microarray analysis
cRNA was prepared from 100 ng total RNA using two-cycle target labeling and a control reagents kit (Affymetrix, Santa Clara, CA). Hybridization and signal detection of the Human Genome U133 Plus 2.0 arrays (Affymetrix) were carried out according to the manufacturer's instructions. The gene expression data was deposited in the Gene Expression Omnibus (GEO) under accession ID GSE71222 (http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi? token=izcnsaygjjkpped&acc=GSE71222).
The gene expression data were then analyzed to identify the candidate genes related to distant recurrence. We defined the patients with distant recurrence as the recurrence group, and the patients without any distant recurrences as the non-recurrence group. The criteria to select candidate genes were as follows; (i) a higher expression level in cancer tissues than in non-cancerous mucosa, (ii) a significantly higher expression level in cancer cells of the recurrence group than in the non-recurrence group. A higher expression was defined as a numerical value 1.5 times greater than those in another group.
Immunohistochemistry
A streptavidin-biotin method was used for TNIK immunostaining. Formalin-fixed paraffin-embedded tissue blocks from each patient were cut at 4-μm thickness. After deparaffinization in xylene and rehydration through a series of incubations in decreasing concentrations of ethanol, antigens were retrieved from the tissues by autoclaving them at 121°C for 2 min in pH 8.0 citrate buffer. The sections were then incubated in a solution of 3 % hydrogen peroxide in 100 % methanol for 15 min at room temperature in order to quench endogenous peroxidase activity. Nonspecific binding was blocked by treating the tissues with 10 % normal goat serum (Nichirei Bioscience, Tokyo, Japan) for 15 min. Thereafter, the slides were incubated with a rabbit polyclonal antibody against TNIK at a 1:400 dilution (HPA012128; Sigma-Aldrich, Co. LLC., St Louis, MO) for 30 min at room temperature and for overnight at 4°C. Next, sections were incubated with labeled polymer [Histofine® Simple Stain MAX PO (MULTI); Nichirei Bioscience] for 30 min at room temperature. Color development was carried out with DAB (0.02 % 3, 30diaminobenzidine tetrahydrochloride; Nichirei Bioscience) for 7 min at room temperature. The slides were counterstained with 1 % Mayer's hematoxylin, after which they were dehydrated using a series of increasing alcohol concentrations, immersed in xylene, and finally coverslipped.
All sections were scored by two investigators. The staining intensity was scored as 0 (negative), 1 (weak), 2 (moderate), or 3 (strong). The staining extensity was scored as 1 (0-10 % of the tumor cells stained), 2 (11-40 %), 3 (41-70 %), or 4 (71-100 %). The sum of the intensity and extensity scores, potentially ranging from 1 to 7, was calculated, and the average of three fields (magnification 100×) that were strongly stained at the tumor front were used to determine the TNIK IHC-staining score for each patient.
Statistical analysis
Statistical analyses were carried out using SPSS version 17.0 software for Windows (SPSS Inc, Chicago, IL). To estimate the significance of differences between the groups, the Wilcoxon signed-rank test, Mann-Whitney U test, and χ 2 test were used where appropriate. Relapse-free survival (RFS) was defined as the time from the date of surgery to distant recurrence. Overall survival (OS) was calculated from the date of surgery to death from any cause. Survival curves were estimated using the Kaplan-Meier method, and curves were compared using the logrank test. Factors affecting RFS and OS were examined with univariate and multivariate analyses using the Cox proportional hazards model. A p value < 0.05 was considered statistically significant.
Results
Microarray analysis
In the microarray analysis, 69 genes were identified that fulfilled the above-mentioned criteria. The heat map of 69 genes is shown in Additional file 2. Among 69 genes, 17 genes were reported to be associated with human malignancies. The list of selected 17 genes is shown in Additional file 3. Among 17 candidate genes, we focused on 5 genes (S100A2, TNIK, TESC, PROX1 and ZBED6) which reported to be associated with colorectal cancer. Another researcher in our laboratory is submitting a paper about S100A2. TESC, PROX1 and ZBED6 are being researched now. We selected TNIK as a target gene for further analysis for the following reasons; (i) TNIK is known to be associated with the progression of CRC through Wnt signaling pathways [10, 11] , (ii) TNIK gene amplification was reported to be required for the progression of gastric cancer, and nuclear expression of TNIK in hepatocellular carcinoma was reported to be associated with poor prognosis [12, 13] , (iii) the correlation between the expression levels of TNIK in CRC patients and their clinical outcomes have not been revealed. Co-expression analysis of 69 genes was performed using STRING DATA BASE (http://string-db.org/). The co-expression networks are shown in Additional file 4. Although some coexpression networks were observed, TNIK was not involved in those networks. Figure 1 shows the representative results of IHC staining of TNIK in CRC samples. TNIK protein was observed in the cytoplasm of cancer cells, but not in normal epithelial cells. The entire tumor cross-section showed heterogeneous staining; however, the staining tended to be strong at the invasive tumor front. Therefore, we focused on TNIK expression at the invasive tumor front, and used the staining scores at the invasive tumor front in further analysis.
Expression of TNIK protein in CRC
TNIK expression and patient characteristics
The median of the staining score of the 220 CRC patients studied was 5.3 (range 1-7). The scoring cut-off point was determined using receiver operating characteristic (ROC) curve analysis. This was conducted for TNIK staining scores in comparison with CRC distant recurrence. The experimental samples were divided into 2 groups by the cut-off score: the low expression group (staining score < 6, n = 139) and the high expression group (staining score ≥ 6, n = 81).
Relationships between TNIK expression and patient characteristics are shown in Table 1 . T4, right-sided colon cancer, lymphatic invasion, and venous invasion were significantly associated with high expression of TNIK. Samples from patients who developed distant recurrences showed higher TNIK expression than those from patients without distant recurrence. Figure 2a and 2b show RFS and OS curves stratified by TNIK expression group. RFS as well as OS in the TNIK high expression group was significantly worse (p < 0.001 log-rank test) than in those in the TNIK low expression group.
TNIK expression and prognosis of CRC patients
In the univariate analysis, advanced age (≥70 years), poorly differentiated histology, T4, lymphatic invasion, venous invasion, lymph node metastasis, elevated carcinoembryonic antigen (CEA) level, and high TNIK expression were significantly associated with worse RFS. In the multivariate analysis, high TNIK expression, lymph CEA* 1 carcinoembryonic antigen node metastasis, and advanced age were identified as independent factors associated with worse RFS ( Table 2) . With respect to OS, univariate analysis indicated that advanced age, female gender, poorly differentiated histology, T4, lymphatic invasion, venous invasion, lymph node metastasis, elevated CEA level, and high TNIK expression were significantly associated with worse OS. High expression of TNIK and advanced age were identified as independent factors associated with worse OS by multivariate analysis (Table 2) . RFS curves were clearly separated by stage subgroup, and were also significantly separated by TNIK expression group in both stage II and III patients. RFS was significantly worse in the TNIK high expression group than in the TNIK low expression group in stage II (p = 0.028) and stage III (p = 0.006).
TNIK expression and prognosis of stage II and III patients
In the multivariate analysis, high TNIK expression was identified as a statistically significant and independent risk factor of distant recurrence in stage III patients, but not reached statistical significance in stage II (Table 3 ).
Discussion
This study is the first to demonstrate the prognostic significance of intratumoral TNIK protein expression in clinical tissue samples of CRC. Here, we found that there were some significant correlations between intratumoral TNIK protein expression and clinicopathologic features in CRC patients, with high TNIK expression being a significant prognostic factor of distant recurrence after curative surgery for stage II and III CRC.
TNIK is one of the germinal center kinase family members involved in cytoskeleton organization and neural dendrite extension [14] [15] [16] , and is reported to be associated with the progression of several human cancers [12, 13] . Wnt signaling maintains the undifferentiated state of intestinal crypt cells through the T-cell for factor 4 (TCF4)/ β-catenin-activating transcriptional complex. In CRC, activating mutations in Wnt pathway components lead to inappropriate activation of the TCF4/β-catenin transcriptional program and carcinogenesis [10] . Activation of the Wnt signaling cascade leads to disruption of the β-catenin degradation complex, resulting in β-catenin accumulation in the cytoplasm. β-catenin translocates to the nucleus, where it serves as a transcription factor to activate downstream target genes by binding to TCF4 [17] [18] [19] . TNIK is activated by β-catenin at the cytoplasm and translocates into the nucleus. Then, activated TNIK directly binds with both TCF4 and β-catenin and phosphorylates TCF4. The kinase activity of TNIK may be essential in TCF/lymphoid enhancer factor (LEF)-driven transcriptional activation of Wnt signaling pathways [11] . In the present study, high expression of TNIK was significantly associated with tumor depth (T4), lymphatic invasion, and venous invasion. This result suggests that elevated expression of TNIK may accelerate tumor progression and invasion. We found that TNIK staining tended to be stronger at the invasive tumor front than at the tumor marginal site. The balance of pro-and anti-tumor factors at the invasive tumor front is reported to be decisive in determining tumor progression and the clinical outcome of patients with CRC [20, 21] . Our results supported the idea that high expression of TNIK at the invasive tumor front might play an important role in progression and distant metastasis of CRC.
Classification of risk of recurrence is intensively studied in the field of cancer treatment, because of its importance in treatment decision-making. Postoperative adjuvant chemotherapy for patients with stage III CRC is internationally accepted as a standard care for improving survival. de Gramont et al. indicated that stage III consists of subgroups of patients with various risks of recurrence, and proposed selecting treatment regimens from several options according to risk subgroup-specific survival data [22, 23] . On the basis of our results, stage III CRC patients with high TNIK expression may require strong adjuvant chemotherapy. For stage II disease, major western guidelines recommend adjuvant chemotherapy when patients have risk factors including T4 lesions, less than 12 lymph nodes examined, perforation, poorly differentiated histology, and lymphovascular involvement, even though the efficacy of adjuvant chemotherapy for stage II CRC has not been well-established and remains controversial [24] . Our results proposed that stage II CRC patients with high TNIK expression might be candidates for adjuvant chemotherapy as high-risk patients of distant recurrence.
Furthermore, the development of novel therapies that target critical biological pathways has greatly expanded treatment options for patients with CRC and resulted in substantial improvements in survival in the last decade [25, 26] . The Wnt signaling pathway has arisen as a target, and development of a new drugs targeting TNIK for CRC is in progress both in Japan and western country [27, 28] .
Conclusions
High expression of TNIK protein in primary tumors was associated with distant recurrence in stage II and III CRC 
